Key indicators: single-crystal X-ray study; T = 293 K; mean (C-C) = 0.004 Å; R factor = 0.071; wR factor = 0.164; data-to-parameter ratio = 17.3.
In the crystal structure of the title compound, 2C 8 H 6 O 4 Á-3C 20 H 22 N 4 , there are three independent 2,2 0 -dimethyl-1,1 0 -(butane-1,4-diyl)dibenzimidazole molecules, each of which lies on an inversion centre. The terephthalic acid molecules are linked to adjacent 2,2 0 -dimethyl-1,1 0 -(butane-1,4-diyl)dibenzimidazole molecules via O-HÁ Á ÁN hydrogen bonds.
Related literature
For related literature, see: Dale & Elsegood (2004) ; Ma et al. (2000) .
Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ) . 
Data collection: PROCESS-AUTO (Rigaku, 1998) ; cell refinement: PROCESS-AUTO; data reduction: PROCESS-AUTO; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: SHELXTL-Plus (Sheldrick, 2008); software used to prepare material for publication: SHELXL97.
1,1'-(butane-1,4-diyl)dibenzimidazole molecules, which extend in different directions, sitting around independent symmetry centres. The terephthalic acids are hydrogen bonded to the 2,2'-dimethyl-1,1'-(butane-1,4-diyl)dibenzimidazole (Table 1) via O-H···N hydrogen bonds into the chains (Fig. 2) .
A mixture of terephthalic acid (0.033 g, 0.2 mmol), 2,2'-dimethyl-1,1'-(butane-1,4-diyl)dibenzimidazole (0.064 g, 0.2 mmol) in 1:4 (v/v) EtOH/H 2 O (10 ml) was placed in a Teflon-lined autoclave. The mixture was heated at 430 K for 1 days, and then it was gradually cooled to room temperature at a rate of 10 K.h -1
. Colorless single crystals of the title compound were obtained.
Refinement
All H-atoms bound to carbon were refined using a riding model with d(C-H) = 0.93 Å, U iso = 1.2U eq (C) for aromatic, 0.97 Å, U iso = 1.5U eq (C) for CH 2 atoms and 0.96 Å, U iso = 1.5U eq (C) for CH 3 atoms. Hydroxyl H atoms were refined using a riding model with d(O-H) = 0.82 Å, U iso = 1.5U eq (O). Hydrogen site location: inferred from neighbouring sites Least-squares matrix: full H-atom parameters constrained 
